
1) export tree_all as an XML tree from greengenes.arb using a 
GRUNT-specific configuration 
 
1.1) set NDS configuration to GRUNT setting 
 

 

 
 
 
 
 
 
 

 
1.2) export tree_all in XML format 
 

 

 



2) preparing to use GRUNT 
 
2.1) modify forbidden_names.txt and holy_names.txt as necessary 
 

 
 
 

 
 
 
 
 

 
2.2) run GRUNT help file to see all parameters 
 

 
 
 



3) running GRUNT 
 
3.1) use the ungroup function to remove unwanted groups in 
tree_all 

 

 
 
3.2) modify the GRUNT perlscript parameters 

 

 
3.3) run the group function via the perlscript 
 

 
 
3.4) rerun ungrouping function on output file as a cross check 
 

 
 
3.5) convert the reduced* XML output file to Newick 
 

 
 
Reduced files only use the greengenes identifier to label taxa, this is 
a requirement for the xml2newick converter 
 



4) loading GRUNT tree back into greengenes.arb 
 

 
 

 
 
 
 
 
 

 
 
 
 
 
 
 

 
 
 
  
 


